S3.2
Cross-correlation of the predicted MHC binding peptide N terminus with cathepsin L cleavage for 11 proteins.
S3.3
Cross-correlation coefficients of B-cell epitope contacts with cathepsin L cleavage probability in 11 proteins
S3.4
Cross-correlation coefficients of MHC binding peptide N terminus and B-cell epitope contacts in 11 proteins.
S3.5
Hierarchical clustered heat diagrams of cross-correlation coefficients of index positions of 9-mer peptides based on predicted MHC-I affinity and index positions of 15-mer peptides based on predicted MHC-II affinity Predicted cathepsin B, L, and S cleavage sites in the eleven proteins in Table 1 were tabulated and cross correlated. A: Venn diagram of redundancy of predicted cathepsin cleavage at particular P1-P1' positions in a cleavage site octomers. A cleavage probability threshold was set at 0.5. The circles are proportional to the total numbers of cleavages by the particular peptidase and the numbers in the overlaps indicates the commonality in cleavage site specificity. B: Cross-correlation of cleavage predictions of cathepsin L and cathepsin S. This shows that the two cathepsins tend to cut at the same place. The cleavage patterns of proteins often appears as a cluster of 1-3 cleavages in specific regions. This concept is reinforced by the cleavage correlations at ± 1. The negative peaks at ± 4-5 can be interpreted as meaning that there is unlikely to be a cleavage 
